Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.004 Å; R factor = 0.065; wR factor = 0.169; data-to-parameter ratio = 23.5.
The molecular conformation of the title compound, C 11 H 15 ClN 2 O 3 S, is stabilized by a C-HÁ Á ÁO hydrogen bond, forming an S(6) ring motif. In the crystal, molecules are linked by two pairs of inversion-related N-HÁ Á ÁO hydrogen bonds, generating R 2 2 (8) and R 2 2 (20) ring motifs, resulting in chains running along [011] . These chains are connected by N-HÁ Á ÁO hydrogen bonds along [100] , forming layers parallel to (011). There are also C-HÁ Á Á interactions between the layers, which consolidate the three-dimensional structure.
Related literature
Sulfonamides represent an important class of biologically active compounds. For their action as inhibitors of carbonic anhydrase enzyme, their antibacterial properties in chemotherapy, as antithyroid drugs, and for their antimicrobial properties, see: Maren (1987) ; Supuran (2008) ; Turkmen et al. (2005 Turkmen et al. ( , 2011 ; Rami et al. (2011) . For their antiviral properties, such as HIV protease inhibitors, see : De Clercq (2001) and as inhibitors of cysteine protease enzyme, see: Danial & Korsmeyer (2004) . For related structures, see: Yalçın et al. (2012) ; Akkurt et al. (2010a,b) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Cg1 is the centroid of the C1-C6 ring.
Symmetry codes: (i) Àx; Ày þ 1; Àz þ 1; (ii) Àx; Ày; Àz þ 2; (iii) x þ 1; y; z; (iv) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: CrystalClear (Rigaku/MSC, 2005) ; cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SIR97 (Altomare et al., 1999) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and PLATON (Spek, 2009) . supplementary materials Acta Cryst. (2012) . E68, o3475-o3476 [doi:10.1107/S1600536812048118]
4-(5-Chloropentanamido)benzenesulfonamide
Hasan Türkmen, Şerife Pınar Yalçın, Mehmet Akkurt and Mustafa Durgun Comment Sulfonamides represent an important class of biologically active compounds, with inhibitors of carbonic anhydrase enzyme, antibacterial properties in chemotherapy, antithyroid drugs, antimicrobial properties, (Maren, 1987; Rami et al., 2011; Supuran, 2008; Turkmen et al., 2005 Turkmen et al., , 2011 . Sulfonamides are also antiviral agents, such as as HIV protease inhibitors (De Clercq, 2001) , and inhibitors of cysteine protease enzyme (Danial & Korsmeyer, 2004) . The design and development of new sulfanilamide derivatives can help determine any structural requirements for improved biological activity. In this study, we have prepared and determined the crystal structure of the title compound.
In the 5-chloropentanamide moiety of the title compound, Fig. 1 , the N2-C7-C8-C9, Cl1-C11-C10-C9 and O3 -C7-C8-C9 torsion angles are 165.7 (2), 63.2 (3) and -16.5 (3) °, respectively. The bond lengths and bond angles are within the normal range and are comparable to those reported previously for the isomer 4-(3-chloro-2,2-dimethylpropanoylamino)-benzenesulfonamide (Yalçın et al., 2012) and other related compounds (Akkurt et al., 2010a,b) .
A C-H···O hydrogen bond stabilizes the molecular conformation of the title molecule, forming a S(6) ring motif (Bernstein et al., 1995;  Table 1 ). In the crystal, neighbouring molecules are linked by two pairs of intermolecular N-H···O hydrogen bonds (Table 1 & (Table 1) .
Experimental
The title compound was prepared by a nucleophilic acyl substitution reaction of sulfanilamide with 5-chloropentano- 
Refinement
The H atoms on the NH and NH 2 groups were located from a difference Fourier map and refined with distance restraints of N-H = 0.88 (1) Å, with U iso (H) = 1.2U eq (N). The C-bound H atoms were positioned geometrically, with C-H = 0.93 and 0.97 Å for CH and CH 2 H atoms, respectively, and refined as riding with U iso (H) = 1.2U eq (C).
Computing details
Data collection: CrystalClear (Rigaku/MSC, 2005) ; cell refinement: CrystalClear (Rigaku/MSC, 2005) ; data reduction:
CrystalClear (Rigaku/MSC, 2005) ; program(s) used to solve structure: SIR97 (Altomare et al., 1999) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and PLATON (Spek, 2009 ).
Figure 1
The view of the molecular structure of the title molecule, with the atom numbering. Displacement ellipsoids are drawn at the 50% probability level. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
4-(5-Chloropentanamido)benzenesulfonamide

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.72069 (11) 0.61911 (12) −0.09175 (8) 0.0692 (3) S1 −0.03920 (8) 
Geometric parameters (Å, º)
Cl1-C11 1.797 (4) C7-C8 1.508 (4) S1-O1 1.4365 (18) C8-C9 1.516 (4) S1-O2 1.435 (2) C9-C10 1.512 (5) S1-N1 1.593 (2) C10-C11 1.504 (4) S1-C1 (5) 
